HBV/C (Del) in Figure 2C , respectively. Underlined bat and rodent HBV sequences are those that were used in the analysis of sequence identity shown in Table 1 .
7 Supplementary figures Figure S1 .
Phylogenetic analysis of orthohepadnaviruses performed by the neighbor-joining method in 33 strains with complete genetic sequences available. Bat and rodent HBV strains used in the phylogenetic analysis are underlined in Table S1 . Figure S2 . Pair-wise alignments and comparisons of the WMHBV, six bat HBV and three rodent HBV sequences were performed, and 45 patterns of pair-wise data were obtained, of which the first 16 patterns are shown in Figure 3 . The remaining 29 patterns are shown in Figure S2A and B. Consensus sequences were used in the analysis. This analysis was performed to clarify partial sequence identity between two species, which may indicate covert conserved genetic segments.
Maintenance of % sequence identity was defined as having approximately 65% identity without gaps and a genetic sequence length ≥ 10 bps without sequence gaps, and segments satisfying these conditions are shown in vertical rectangles. Numbers above or below rectangles show the nucleotide positions where high % identity was observed in pair-wise alignment, and % identity of segments. 
